Introduction
The analysis of multiple Y-chromosomal short tandem repeats (STRs) provides informative male-specific DNA profiles in forensic analysis. As well as possessing high discriminating power in distinguishing individuals, haplotypes defined by STRs can provide information about likely geographical origin, since they are often concentrated in particular populations or regions.
Population databases of Y haplotypes [1] are increasing in size and coverage, greatly contributing to the utility of Y-chromosomal analysis in forensic casework. In this study we describe alleles at 26 Y-STRs, and properties of the haplotypes they define, in a large sample of a previously unrepresented population, that of Nepal in the Himalayas. Eleven-locus haplotypes have been submitted to the Y-STR Haplotype Reference Database (YHRD), and full data are available from the authors on request. Our report follows guidelines for the publication of population data [2] .
Sampling and Y-chromosomal analysis of 769 Nepalese males was undertaken as part of a larger collaborative project [3] investigating genetic diversity in Himalayan populations within the framework of their cultural and linguistic diversity [4] . Here we describe our initial findings with Y-STRs, treating the Nepalese sample as a single population; future publications will explore genetic relationships between subpopulations of the Himalayas. The sample represents 15 distinct ethnolinguistic groups widely distributed throughout Nepal, with ~75% of sampled individuals speaking languages belonging to the Tibeto-Burman family, and the remainder speaking IndoEuropean languages.
In this study, we employ the same set of Y-STRs as that used recently to analyse 856 Bhutanese males [5] . This allows us to carry out a preliminary comparison of diversity and haplotype sharing between these two Himalayan samples.
Materials and Methods

DNA samples
769 Nepalese males provided blood samples with informed consent, and DNA was extracted as described [3] . DNA samples from collections of the authors, including Y-Chromosome Consortium (YCC) cell lines [6] , were used as haplotype reference materials.
Y-STR multiplexes
Two PCR multiplexes (a 20plex [7] and a partially overlapping 14plex [7] , seven repeats were subtracted from DYS439, three subtracted from DYS448, and eight added to Y-GATA-H4.1.
Calculations
Gene diversity and haplotype diversity were calculated using Arlequin [10] . A median-joining network was constructed using Network 4.0 ( [11] http://www.fluxus-engineering.com/sharenet.htm), and the weighting scheme described by Qamar et al., 2002 [12] . Microvariants (partial alleles) were observed at two loci ( Tables 1 and 2) and confirmed in uniplex assays after initial detection in multiplexes. Those at DYS385 were not investigated further, but those at DYS447 were analysed by sequencing, and shown to result from a deletion of 1bp within the pentanucleotide repeat array [5] .
Results and discussion
Diversity of alleles
AMELY deletion chromosomes
Nine chromosomes showed absence of the amelogenin Y (AMELY) peak in electropherograms. Analysis of sequence-tagged sites revealed that these chromosomes carry interstitial deletions of Yp including the AMELY locus (data not shown); none showed null Y-STR alleles, however, which is consistent with the size and location of known AMELY deletions with respect to the position of Y-STR loci [14] . A previous study has found AMELY 6 deletions at a frequency of ~2% in India [15] , so our finding of deletions at 1.2% frequency in Nepal is not unexpected; in contrast, however, none were found in our previous study of Bhutan [5] . These AMELY deletion chromosomes form part of a large set that is currently being characterised, and will be described fully elsewhere.
Diversity of haplotypes
Haplotype diversity (equivalent to power of discrimination, PD) was calculated, omitting chromosomes carrying null alleles and duplications. This 
Comparison of Y-STR datasets on Nepal and Bhutan
The availability of large Y-STR haplotype datasets on Nepalese and 
